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Receptor-interacting protein 3 (RIP3) has been implicated in ischemic necrosis of retinal cells. An in
silico analysis followed by experimental validation identiﬁed death associated protein (Daxx) as a
novel substrate of RIP3. In vitro binding studies revealed that RIP3 binds to the serine/proline/thre-
onine-rich domain (amino acid 625–740) of Daxx. Upon ischemic insult, RIP3 phosphorylated Daxx
at Ser-668 in the retinal ganglion cells, triggering nuclear export of Daxx. Depletion of RIP3 signif-
icantly inhibited nuclear export of Daxx and attenuated cell death to a great extent. Collectively, the
ﬁndings of this study demonstrate that phosphorylation of Daxx by RIP3 comprises an important
part of ischemic necrosis in rat retinal ganglion cells.
Structured summary of protein interactions:
Daxx binds to Rip3 by pull down (View Interaction: 1, 2)
Rip3 and Daxx colocalize by ﬂuorescence microscopy (View interaction)
Rip3 physically interacts with Daxx by anti bait coimmunoprecipitation (View interaction)
Daxx binds to Rip1 bypull down (View interaction)
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Ischemic phenomena occur in various eye diseases such as dia-
betic retinopathy, retinal vessel occlusion and glaucoma [1]. These
conditions result in loss of retinal ganglion cells (RGCs) mainly
through necrosis [2–4]. Increased expression of receptor-interact-
ing protein 3 (RIP3) was reported after retinal detachment, a com-
mon pathological condition resulting from the afore-mentioned
retinal diseases. Moreover, RIP3 deﬁciency blocked necrotic cell
death substantially [4]. Therefore, elucidation of the molecularmechanism underlying RIP3-mediated necrosis is an active area
of research in retinal diseases.
RIP3 is a Ser/Thr kinase belonging to the RIP family. It has an N-
terminal kinase domain and a unique C-terminal domain [5]. RIP3
interacts with its substrate, RIP1, via the RIP homotypic interaction
motifs (RHIMs) [6]. Other substrates of RIP3, a mixed lineage ki-
nase domain-like protein (MLKL) and phosphoglycerate mutase
family member-5 (PGAM5), also join to form a pronecrotic com-
plex together with RIP1 and RIP3 [7,8]. The pronecrotic complex
induces mitochondrial ﬁssion through dephosphorylation of dyn-
amin-related protein-1, leading to cell death. Collectively, ﬁndings
to date indicate that RIP3 is a key molecular switch for necrosis
[9,10].
Death associated protein (Daxx) is predominantly located in the
nucleus as a component of promyelocytic leukemia protein-nucle-
ar bodies (PML-NBs) [11–13]. However, Daxx is exported to the
cytoplasm upon stresses [12,14,15]. It has been demonstrated that
the subcellular location of Daxx determines cell fate [12,14]. Cyto-
plasmic Daxx activates the ASK1-JNK signaling pathway and en-
hances sodium hydrogen exchanger isoform-1 activity, leading to
cell death [16,17]. In contrast, conﬁned expression of Daxx to the
nucleus protects cells against death stimuli [12,14].
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orders, we identiﬁed through an in silico interaction analysis
and experimentally validated that Daxx is a novel substrate of
RIP3. In the present study, we explored the implications regard-
ing the phosphorylation of Daxx by RIP3 in the retinal ganglion
cells.
2. Materials and methods
2.1. In silico prediction of protein interactions
We used the STRING 9.0 software (http://string-db.org/) which
predicts protein–protein interactions based on various sources
(genomic context, high-throughput experiments, co-expression,
and literature) [18]. In STRING database, a conﬁdence score is as-
signed to each identiﬁed protein–protein association. The binding
cut-off score was set as >0.6 in our analysis.
2.2. Cell culture and transient transfection
RGC5, RIP3/, RIP3+/+, Daxx/ and Daxx+/+ mouse embryonic
ﬁbroblasts (MEFs) were maintained at 37C in 5% CO2 in Dulbecco’s
modiﬁed Eagle’s medium (DMEM) supplemented with 10% fetal
bovine serum and 1% antibiotics (Gibco Life Science). All transfec-
tions were performed using polyethylenimine (Biontex Laborato-
ries) according to the manufacturer’s protocol.
2.3. Experimental simulations of ischemia
To induce ischemic conditions, we used an anaerobic chamber
(Forma Scientiﬁc). Cells were washed once with phosphate-buf-
fered saline (PBS) and incubated in serum-free, glucose-free DMEM
using an anaerobic chamber at 37C with 5% CO2, 10% H2 and 85%
N2 [12].
2.4. Antibodies
Anti-Daxx, anti-RIP3, anti-GFP and anti-Histone H3 antibodies
were obtained from Santa Cruz Biotechnology. Anti-FLAG antibody
and anti-rabbit-FITC-conjugated IgG antibodies were obtained
from Sigma. Anti-GAPDH antibody was purchased from AbFrontier.
Anti-mouse-TRITC-conjugated IgG antibody was purchased from
Invitrogen. Horseradish peroxidase-conjugated secondary antibod-
ies were obtained from Thermo Fisher Scientiﬁc Inc.
2.5. Construction of plasmids
pFLAG-Daxx, pFLAG-Daxx S668A, pGEX 4T-1-Daxx and pGEX
4T-1-Daxx deletion fragments (amino acids 1–400, 400–500,
500–625 and 625–740) were previously reported [16]. The mouse
RIP3 was cloned into the pFLAG, pEGFP-N3 and pGEX 4T-1 vectors.
The RIP3 substitution mutant (D161N) was introduced into pFLAG
vector using a QuikChange site-directed mutagenesis kit (Strata-
gene) with appropriate mutagenesis primers.
2.6. Immunoprecipitation, Western blot and immunoﬂuorescence
staining
Cells were washed with PBS and lysed in mammalian lysis buf-
fer (50 mM Tris–Cl, pH 8.0, 150 mM NaCl, 1 mM EDTA, 1% Nonidet
P-40, 0.4 mM phenylmethylsulfonyl ﬂuoride). Cell lysates were
incubated for 4 h at 4C with the indicated antibodies coupled to
the protein A/G-agarose beads (Santa Cruz Biotechnology). Immu-
noprecipitates and whole cell lysates were subjected to SDS–PAGE
followed by a Western blot analysis using the appropriateantibodies. The proteins were visualized by ECL. Immunoﬂuores-
cence staining was performed as previously described [12].
2.7. In vitro kinase assay
Immunoprecipitated RIP3 from RGC5 cells transfected with
pFLAG-RIP3 was incubated in the kinase reaction buffer (20 mM
HEPES-KOH, pH 7.5, 1 mM NaF, 1 mM Na3VO4, 20 mM b-glycero-
phosphate, 20 mM MgCl2, 20 mM MnCl2, 1 mM EDTA, 2 mM dithi-
othreitol, 300 lMATP) with 1 lCi of [c-32P] ATP at 30C for 30 min.
Samples were resolved by SDS–PAGE and detected by autoradiog-
raphy. Similarly, GST fusion proteins were quantiﬁed using
coomassie brilliant blue solution.
2.8. Subcellular fractionation
RIP3/ and RIP3+/+ MEFs were homogenized in a glass homog-
enizer containing 10 volumes of mammalian lysis buffer. The com-
bined supernatants were subsequently centrifuged at 604g for
5 min yielding cytosolic (supernatant) and nuclear (pellet) frac-
tions. Protein lysates were subjected to a Western blot analysis.
2.9. Cell death assay
Cellular ATP and cellular cytotoxicity content was determined
using commercial kits from Promega. Fluorescence intensity was
assessed and colorimetrical measurement was performed using a
spectroﬂuorometer (PerkinElmer).
3. Results
3.1. Daxx is identiﬁed as a RIP3-binding protein
RIP1 plays a critical role in the necrosis of retinal ganglion cells
[4]. Therefore, we sought to identify RIP1-interactors based on a
bioinformatics approach using STRING 9.0 software. We extracted
114 proteins with a binding score value greater than 0.6, including
several proteins whose interactions with RIP1 have already been
validated such as Fas, TRADD and TRAF2 [19–21]. Among RIP1
interactors, Daxx caught our attention because it has a high RIP1
binding score (0.694) and plays an important role in ischemic cell
death [12,14]. Consequently, we made a Daxx-RIP1-RIP3 interac-
tion network map which predicted the interaction between Daxx
and RIP1 (Fig. S1). Therefore, we examined whether RIP1 interacts
with Daxx. RIP1 could bind to Daxx (Fig. S2), but did not phosphor-
ylate Daxx in vitro (data not shown).
Considering that RIP1 and RIP3 interact via their RHIMs, we
sought to ascertain whether RIP3 also interacts with Daxx. The
in vitro translated [35S]-labeled mouse RIP3 interacted with GST-
Daxx, but not with GST alone (Fig. 1A, left). Conversely, in vitro
translated [35S]-labeled Daxx also bound to GST-RIP3, but not to
GST alone (Fig. 1A, right). Therefore, our results indicate that
RIP3 can directly associate with Daxx.
We further investigated RIP3-Daxx interaction in RGC5 cells.
Endogenous RIP3 associated with Daxx in oxygen glucose depriva-
tion (OGD)-stimulated cells, but not in quiescent cells (Fig. 1B).
Moreover, Daxx and GFP-RIP3 were colocalized in OGD-stimulated
RGC5 cells, but not in quiescent cells when analyzed under ﬂuores-
cent microscope (Fig. 1C). Taken together, our data indicate that
cellular complexes are formed between Daxx and RIP3 in response
to OGD.
To determine the binding domain of Daxx to RIP3, we incubated
truncated mutants of GST-Daxx with in vitro translated RIP3. RIP3
bound to the Ser/Pro/Thr-rich (SPT) domain of Daxx (amino acids
625–740), but not to other domains of Daxx (Fig. 1D).
Fig. 1. Daxx interacts with RIP3. (A) In vitro translated [35S]-labeled products were incubated with GST, GST-Daxx or GST-RIP3. [35S]-Labeled bound proteins were eluted with
SDS sample buffer and separated by SDS–PAGE for autoradiography (top panel). GST fusion proteins from the same gel were stained with coomassie brilliant blue and aligned
to show protein levels (bottom panel). (B) RGC5 cells were subjected to OGD stimulation for the indicated times (0, 0.5, 1 and 2 h) and the cell lysates were co-
immunoprecipitated (IP) with anti-rabbit IgG or anti-RIP3 antibody and subjected to a Western blot (WB) analysis with anti-Daxx and anti-RIP3 antibodies. (C) RGC5 cells
were transfected with GFP-RIP3 and exposed to OGD for 2 h. The overlay represents a ﬂuorescent merged image of Daxx (red), GFP-RIP3 (green) and DAPI-stained DNA (blue).
Yellow reﬂects colocalization of Daxx and RIP3. (D) In vitro translated [35S]-labeled RIP3 was incubated with GST, GST full-length Daxx or truncated Daxx mutants. The results
were visualized by autoradiography (top panel) or coomassie brilliant blue staining (middle panel). The bottom panel is a schematic representation of the Daxx deletion
mutants. Paired amphipathic alpha helices domain (PAH), acid-rich domain (AD) and Ser/Pro/Thr-rich domain (SPT).
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We investigated whether RIP3-Daxx interactions lead to phos-
phorylation of Daxx. GST-Daxx was phosphorylated by immuno-
precipitated RIP3 WT (wild type), but not by immunoprecipitated
RIP3 KD (kinase dead, D161N) (Fig. 2A). We further validated phos-
phorylation of Daxx in RGC5 cells. Upon OGD treatment, the anti-
Daxx antibody detected two bands. The upper band disappeared
with k-protein phosphatase (k-ppase) treatment, indicating that
this band corresponds to phosphorylated Daxx (Fig. 2B).
To identify the amino acid residue targeted by RIP3, we per-
formed an in vitro kinase assay using puriﬁed GST-Daxx WT and
GST-Daxx truncates with immunoprecipitated FLAG-RIP3. Daxx
WT and the Daxx truncate containing the SPT domain were phos-
phorylated by FLAG-RIP3 (Fig. 2C), indicating that SPT domain con-
tains the phosphorylation residue of Daxx. We focused on Daxx
Ser-668 in the SPT domain whose phosphorylation status is known
to determine the subcellular location of Daxx [22,23]. DaxxWT and
its location speciﬁc mutant, Daxx S668A (conﬁned to the nucleus),
were overexpressed in RGC5 cells in combination with RIP3 WT.
FLAG antibody detected the upper band in the Daxx WT-transfec-
ted cells, but not in Daxx S668A-transfected cells (Fig. 2D). These
results indicate that Daxx Ser-668 is the phosphorylated residue
by RIP3.
3.3. RIP3 plays a crucial role in Daxx translocation upon ischemic
stress
Next, we investigated the contingent relationship between RIP3
and Daxx under OGD stress using confocal microscopy and afractionation analysis. Confocal microscopy revealed that in resting
cells, Daxx was detected in the nuclei of both RIP3+/+ and RIP3/
MEFs. However, translocation of Daxx was detected upon OGD in
a time dependent manner in RIP3+/+ MEFs, but not in RIP3/MEFs
(Fig. 3A).
Subsequently, we performed a fractionation analysis to assess
the portion of cells showing translocation phenomena. RIP3+/+
and RIP3/ MEFs were subjected to OGD and separate into cyto-
plasmic and nuclear fractions. Daxx was mainly detected in the nu-
clei fraction of RIP3+/+ and RIP3/ MEFs in the absence of OGD.
Upon OGD stimulation, Daxx was detected in the cytoplasmic frac-
tion of RIP3+/+ MEFs, but not in that of RIP3/ MEFs (Fig. 3B).
Majority of RIP3 was detected in cytoplasmic fraction of RIP3+/+
MEFs independently of OGD. However, small amount of RIP3 was
detected in the nuclei fraction and the nuclear RIP3 was increased
upon OGD (Fig. 3B). These results indicate that RIP3 has a decisive
role in Daxx export upon ischemic stress.
3.4. Phosphorylated Daxx plays an important role in RIP3-mediated
ischemic cell death
In this study, we examined whether phosphorylation of Daxx is
functionally relevant in the context of ischemic cell death. To ad-
dress this, we performed a rescue experiment in Daxx/ and
RIP3/ MEFs (Fig. 4).
Forced expression of RIP3 in Daxx+/+ MEFs promoted OGD-in-
duced LDH release, but not in Daxx/ MEFs (Fig. 4A, left). Overex-
pression of Daxx WT increased LDH release in both RIP3/ and
RIP3+/+ MEFs under OGD, whereas overexpression of Daxx S668A
did not (Fig. 4A, right). An ATP assay showed similar results. Forced
Fig. 2. RIP3 phosphorylates Daxx at Ser-668. (A) RGC5 cells were transfected with FLAG-RIP3 WT or RIP3 KD. Cells were co-immunoprecipitated at 48 h after transfection
with an anti-FLAG antibody and the resulting immunocomplexes were incubated with either puriﬁed GST or GST-Daxx in the presence of [c-32P] ATP. GST-proteins were
resolved by SDS–PAGE and visualized by autoradiography (top panel). The amounts of proteins used in kinase assay are shown, Western blot (WB, middle panel) or coomassie
brilliant blue staining (bottom panel). (B) RGC5 cells were exposed to OGD for 2 h. RGC5 cell lysates were incubated for 1 h with 1000 units of k-ppase at 30C and analyzed by
Western blot with anti-Daxx and anti-GAPDH antibodies. GAPDH was used as a loading control. (C) Lysates from RGC5 cells transfected with FLAG-RIP3 were
immunoprecipitated with anti-FLAG antibody and the resulting immunocomplex was subjected to in vitro kinase assay using GST, GST-Daxx WT or truncated Daxx mutants
in the presence of [c-32P] ATP. GST-proteins were resolved by SDS–PAGE and visualized by autoradiography (top panel) or coomassie brilliant blue staining (bottom panel).
The asterisk indicates the IgG light chain. (D) RGC5 cells co-transfected with indicated plasmids were harvested at 48 h post-transfection and a Western blot analysis was
performed with the indicated antibodies.
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in Daxx+/+ MEFs (Fig. 4B, left). Overexpression of Daxx WT reduced
ATP content in both RIP3/ and RIP3+/+ MEFs exposed to OGD, but
overexpression of Daxx S668A did not (Fig. 4B, right). In addition,
RGC5 cells were protected from OGD-induced death by treatment
of necrostatin-1, the well-known inhibitor of RIP1 kinase, indicat-
ing that OGD induced necrotic cell death (Fig. S3). Collectively, our
data clearly show that phosphorylated Daxx acts downstream of
RIP3 and plays a crucial role in ischemic cell death.
4. Discussion
In this study, we identiﬁed Daxx as a novel substrate of RIP3
and report a death mechanism involving RIP3 and Daxx upon
ischemic insult in RGCs. Our data show that phosphorylation
of Daxx at Ser-668 is critical for the nuclear export and
death-promoting potential of Daxx upon ischemia in cells.
Moreover, Daxx is demonstrated to mediate RIP3-induced death
of RGCs.
Substrates of RIP3 (RIP1, MLKL and PGAM5) are recruited to the
pronecrotic complex [6–8]. However, we have not yet studied
whether Daxx also participates in the pronecrotic complex. Daxx
serves as a constituent of the PML-NBs and its depletion inhibited
the formation of PML-NB complex, stating its essential role for the
integration of complex members [12]. Therefore, it would beinteresting to investigate the interaction of Daxx with downstream
components of RIP3 signaling.
HIPK1 is also known to phosphorylate Daxx Ser-668 [22]. HIPK1
and RIP3 are both trafﬁcking proteins, although in opposite direc-
tions. HIPK1 is exported from the nucleus, whereas RIP3 is im-
ported to the nucleus upon stress [24,25]. Their substrate, Daxx,
is phosphorylated in the nucleus and exported to the cytoplasm
in response to stress. We are curious whether interplay, if any, be-
tween HIPK1 and RIP3 will phosphorylate and subsequently regu-
late the trafﬁcking of Daxx. Depletion of either HIPK1 or RIP3
prevented phosphorylation and nuclear export of Daxx, suggesting
that the two kinases might cooperate in phosphorylating Daxx in
the cellular context. To address this further, it would be necessary
to investigate the detailed trafﬁcking kinetics of Daxx, RIP3 and
HIPK1.
Regulation of Daxx trafﬁcking might serve a new strategy for
the treatment of retinal diseases. Protection of cell death against
ischemic insult by conﬁned expression of Daxx to the nucleus
provides a promising therapeutic opportunity. The critical amino
acid residue to control the trafﬁcking of Daxx, Ser-668, has already
been mapped and the structure of Daxx has been predicted,
although the crystal structure as not been obtained yet. In fact,
leptomycin B prevents the binding of exportin to Daxx, and
subsequently inhibits nuclear export of Daxx protected cells
against glucose deprivation [14]. This provides a concept that
Fig. 3. RIP3 modulates nuclear exports of Daxx upon OGD. (A) RIP3+/+ or RIP3/ MEFs were subjected to OGD for the indicated times (0, 0.5, 1, 2 and 4 h). After OGD
stimulation, cells were ﬁxed and stained with anti-Daxx (green) antibody. Nuclei were visualized with propidium iodide (red). (B) RIP3+/+ or RIP3/MEFs were subjected to
OGD (0 and 4 h) and fractionated into nuclear and cytosolic fractions. Whole cell lysates were subjected to a Western blot (WB) analysis with anti-Daxx and anti-RIP3
antibodies. Histone H3 and GAPDH were examined as nuclear (N) and cytosolic (C) markers, respectively.
Fig. 4. Daxx mediates RIP3-induced cell death. Daxx+/+ or Daxx/ (left panel) and RIP3+/+ or RIP3/ (right panel) MEFs were transfected with the indicated plasmids. Forty-
eight hours after transfection, MEFs were subjected to OGD for 2 h. (A) LDH release into the culture medium was measured as a marker of cell death. (B) Reduction of ATP
metabolism was measured 0 and 2 h after OGD. All quantitative data are mean ± S.E.M. from three independent experiments.
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the treatment of retinal diseases. Therefore, designing molecules
that inhibit the trafﬁcking of Daxx would open a new therapeutic
window.Acknowledgements
This work was supported by National Research Foundation of
Korea grant funded by the Korea government (Ministry of Educa-
Y.-S. Lee et al. / FEBS Letters 587 (2013) 266–271 271tion, Science and Technology in Korea) (2011-0031223) and the
grant funded by the Korea Drug Development Fund (KDDF-
201202-10).
Appendix A. Supplementary data
Supplementary data associated with this article can be found, in
the online version, at http://dx.doi.org/10.1016/j.febslet.2012.
12.004.
References
[1] Osborne, N.N., Casson, R.J., Wood, J.P., Chidlow, G., Graham, M. and Melena, J.
(2004) Retinal ischemia: mechanisms of damage and potential therapeutic
strategies. Prog. Retin. Eye Res. 23, 91–147.
[2] Kaur, C., Foulds, W.S. and Ling, E.A. (2008) Hypoxia-ischemia and retinal
ganglion cell damage. Clin. Ophthalmol. 2, 879–889.
[3] Fujita, R., Ueda, M., Fujiwara, K. and Ueda, H. (2009) Prothymosin-alpha plays a
defensive role in retinal ischemia through necrosis and apoptosis inhibition.
Cell Death Differ. 16, 349–358.
[4] Trichonas, G., Murakami, Y., Thanos, A., Morizane, Y., Kayama, M., Debouck,
C.M., Hisatomi, T., Miller, J.W. and Vavvas, D.G. (2010) Receptor interacting
protein kinases mediate retinal detachment-induced photoreceptor necrosis
and compensate for inhibition of apoptosis. Proc. Natl. Acad. Sci. USA 107,
21695–21700.
[5] Zhang, D., Lin, J. and Han, J. (2010) Receptor-interacting protein (RIP) kinase
family. Cell. Mol. Immunol. 7, 243–249.
[6] Cho, Y.S., Challa, S., Moquin, D., Genga, R., Ray, T.D., Guildford, M. and Chan,
F.K. (2009) Phosphorylation-driven assembly of the RIP1-RIP3 complex
regulates programmed necrosis and virus-induced inﬂammation. Cell 137,
1112–1123.
[7] Sun, L., Wang, H., Wang, Z., He, S., Chen, S., Liao, D., Wang, L., Yan, J., Liu, W., Lei,
X. and Wang, X. (2012) Mixed lineage kinase domain-like protein mediates
necrosis signaling downstream of RIP3 Kinase. Cell 148, 213–227.
[8] Wang, Z., Jiang, H., Chen, S., Du, F. and Wang, X. (2012) The mitochondrial
phosphatase PGAM5 functions at the convergence point of multiple necrotic
death pathways. Cell 148, 228–243.
[9] Declercq, W., Vanden Berghe, T. and Vandenabeele, P. (2009) RIP kinases at the
crossroads of cell death and survival. Cell 138, 229–232.
[10] Zhang, D.W., Shao, J., Lin, J., Zhang, N., Lu, B.J., Lin, S.C., Dong, M.Q. and Han, J.
(2009) RIP3, an energy metabolism regulator that switches TNF-induced cell
death from apoptosis to necrosis. Science 325, 332–336.[11] Kiriakidou, M., Driscoll, D.A., Lopez-Guisa, J.M. and Strauss III, J.F. (1997)
Cloning and expression of primate Daxx cDNAs and mapping of the human
gene to chromosome 6p21.3 in the MHC region. DNA Cell Biol. 16, 1289–1298.
[12] Jung, Y.S., Kim, H.Y., Lee, Y.J. and Kim, E. (2007) Subcellular localization of Daxx
determines its opposing functions in ischemic cell death. FEBS Lett. 581, 843–
852.
[13] Ishov, A.M., Sotnikov, A.G., Negorev, D., Vladimirova, O.V., Neff, N., Kamitani,
T., Yeh, E.T., Strauss III, J.F. and Maul, G.G. (1999) PML is critical for ND10
formation and recruits the PML-interacting protein daxx to this nuclear
structure when modiﬁed by SUMO-1. J. Cell Biol. 147, 221–234.
[14] Song, J.J. and Lee, Y.J. (2004) Tryptophan 621 and serine 667 residues of Daxx
regulate its nuclear export during glucose deprivation. J. Biol. Chem. 279,
30573–30578.
[15] Song, J.J. and Lee, Y.J. (2003) Role of the ASK1-SEK1-JNK1-HIPK1 signal in Daxx
trafﬁcking and ASK1 oligomerization. J. Biol. Chem. 278, 47245–47252.
[16] Jung, Y.S., Kim, H.Y., Kim, J., Lee, M.G., Pouysségur, J. and Kim, E. (2008)
Physical interactions and functional coupling between Daxx and sodium
hydrogen exchanger 1 in ischemic cell death. J. Biol. Chem. 283, 1018–1025.
[17] Kheliﬁ, A.F., D’Alcontres, M.S. and Salomoni, P. (2005) Daxx is required for
stress-induced cell death and JNK activation. Cell Death Differ. 12, 724–733.
[18] Szklarczyk, D., Franceschini, A., Kuhn, M., Simonovic, M., Roth, A., Minguez, P.,
Doerks, T., Stark, M., Muller, J., Bork, P., Jensen, L.J. and von Mering, C. (2011)
The STRING database in 2011: functional interaction networks of proteins,
globally integrated and scored. Nucleic Acids Res. 39, D561–568.
[19] Juo, P., Kuo, C.J., Yuan, J. and Blenis, J. (1998) Essential requirement for
caspase-8/FLICE in the initiation of the Fas-induced apoptotic cascade. Curr.
Biol. 8, 1001–1008.
[20] Hsu, H., Huang, J., Shu, H.B., Baichwal, V. and Goeddel, D.V. (1996) TNF-
dependent recruitment of the protein kinase RIP to the TNF receptor-1
signaling complex. Immunity 4, 387–396.
[21] Takeuchi, M., Rothe, M. and Goeddel, D.V. (1996) Anatomy of TRAF2. Distinct
domains for nuclear factor-kappaB activation and association with tumor
necrosis factor signaling proteins. J. Biol. Chem. 271, 19935–19942.
[22] Ecsedy, J.A., Michaelson, J.S. and Leder, P. (2003) Homeodomain-interacting
protein kinase 1 modulates Daxx localization, phosphorylation, and
transcriptional activity. Mol. Cell. Biol. 23, 950–960.
[23] Lan, H.C., Wu, C.F., Shih, H.M. and Chung, B.C. (2012) Death-associated protein
6 (Daxx) mediates cAMP-dependent stimulation of Cyp11a1 (P450scc)
transcription. J. Biol. Chem. 287, 5910–5916.
[24] Li, X., Zhang, R., Luo, D., Park, S.J., Wang, Q., Kim, Y. and Min, W. (2005) Tumor
necrosis factor alpha-induced desumoylation and cytoplasmic translocation of
homeodomain-interacting protein kinase 1 are critical for apoptosis signal-
regulating kinase 1-JNK/p38 activation. J. Biol. Chem. 280, 15061–15070.
[25] Yang, Y., Ma, J., Chen, Y. and Wu, M. (2004) Nucleocytoplasmic shuttling of
receptor-interacting protein 3 (RIP3): identiﬁcation of novel nuclear export
and import signals in RIP3. J. Biol. Chem. 279, 38820–38829.
